Both Panax ginseng and Panax quinquefolium, belonging to the Araliaceae, are well known traditional medicinal herbs.
The title compound, C 36 H 58 O 8 , was prepared from 20(S)protopanaxatriol, which was degraded from Panax quinquefolium saponin with sodium in glycerine, extracted and seperated by flash chromatography. Three six-membered rings are in chair conformations, the five-membered ring is in an envelope form and the tetrahydrofuran ring has a conformation intermediate between half-chair and envelope. In the crystal, molecules are linked by O-HÁ Á ÁO hydrogen bonds, and C-HÁ Á ÁO contacts also occur. The absolute structure was assigned on the basis of the synthesis.
Related literature
For background to the medicinal uses of Araliaceae-type natural products, see: Shibata et al. (1985) ; Takano et al. (1999) ; Yu et al. (2007) ; Wang et al. (2010) . For related structures, see: Iljin et al. (1982) ; Shi et al. (1992) .
Experimental
Crystal data C 36 H 58 O 8 M r = 618.82 Orthorhombic, P2 1 2 1 2 1 a = 7.6936 (11) Å b = 16.151 (2) Å c = 28.439 (4) Å V = 3533.7 (9) Å 3 Z = 4 Mo K radiation = 0.08 mm À1 T = 298 K 0.41 Â 0.20 Â 0.10 mm
Data collection
Bruker SMART CCD diffractometer 18696 measured reflections 3738 independent reflections 2746 reflections with I > 2(I) R int = 0.044 Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.115 S = 1.04 3738 reflections 409 parameters H-atom parameters constrained Á max = 0.20 e Å À3 Á min = À0.15 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 1997); cell refinement: SAINT (Bruker, 1997); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of the title compound with displacement ellipsoids drawn at the 30% probability level. supplementary materials sup-2 (3R, 6R, 12R, 20S, 6, 6, 12, Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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